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NUCLEOTIDE SEQUENCE AND TRANSLATION OF hKCa3 
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Ser Ser Pro 
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CTG GGA CCC 
Leu Gly Pro 
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CAG CAG CAG 
Gin Gin Gin 



CTC CAG AGC 
Leu Gin Ser 
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AGG GCC CCC 
Arg Ala Pro 



GGC AGC CAG 
Gly Ser Gin 



15 30 45 

TCT GGC CAC TTC CAT GAC TCG GGG GTG GGG GAC TTG GAT 
Ser Gly His Phe His Asp Ser Gly Val Gly Asp Leu Asp 



75 90 
CCC TGX CCA TCC TCT GGG GAT GAG CAG 
Pro Cys Pro Ser Ser Gly Asp Glu Gin 

120 135 
CAG CAG CCA CCA CCG CCA CCG CCA CCA 
Gin Gin Pro Pro Pro Pro Ala Pro Pro 

180 195 
TCG CTG CAG CCT CAG CCT CCG CAG CTT 
Ser Leu Gin Pro Gin Pro Pro Gin Leu 

240 

CAG CAG CAG CAG CAG CCA CCG CAT CCC CTG TCT CAG CTC 
Gin Gin Gin Gin Gin Pro Pro His Pro Leu Ser Gin Leu 

285 300 
CAG CCC CTC CAC CCT GGC CTG CTG CAC 
Gin Pro Val His Pro Gly Leu Leu His 

345 360 
CCT TCG TCC AAC TCC ACC GCC ATC CTC 
Pro Ser Ser Asn Ser Thr Ala lie Leu 



390 405 420 435 

CTC AAT CTC AAT GAC CAC TTG CTT GGC CAC TCT CCA AGT TCC ACA GCT ACA AGT 

Leu Asn Leu Aon Asp His Leu Leu Gly His Ser Pro Ser Ser Thr Ala Thr Ser 

450 465 480 495 

GGG CCT GGC GGA GGC AGC CGG CAC CGA CAG GCC AGC CCC CTG GTG CAC CGG CCG 
Gly Pro Gly Gly Gly Ser Arg His Arg Gin Ala Ser Pro Leu Val His Arg Arg 



FIGURE 5B 



510 525 540 

GAC AGC AAC CCC TTC ACG GAG ATC GCC ATG AGC TCC TGC AAG TAT AGC GGT GGG 
Aap Ser Asn Pro Phe Thr Glu He Ala Wot Ser Ser Cys Lys Tyr Ser Gly. Gly 

555 570 585 600 

GTC ATG AAG CCC CTC AGC CGC CTC AGC GCC TCC CGG AGG AAC CTC ATC GAG GCC 
Val Met Lys Pro Leu Ser Arg Leu Ser Ala Ser Arg Arg Asn Leu He Glu Ala 

615 630 "5 

GAG ACT GAG GGC CAA CCC CTC CAG CTT TTC AGC CCT AGC AAC CCC CCG GAG ATC 
Glu Thr Glu Gly Gin Pro Leu Gin Leu Phe Ser Pro Ser Asn Pro Pro Glu He 

660 675 690 705 

GTC ATC TCC TCC CGG GAG GAC AAC CAT GCC CAC CAG ACC CTG CTC CAT CAC CCT 

Val He Ser Ser Arg Glu Asp Asn His Ala His Gin Thr Leu Leu His His Pro 

720 735 750 765 

AAT GCC ACC CAC AAC CAC CAG CAT GCC GGC ACC GCC GCC AGC AGC ACC ACC TTC 
Asn Ala Thr Hie Asn His Gin His Ala Gly Thr Ala Ala Ser Ser Thr Thr Phe 

780 795 810 

CCC AAA GCC AAC AAG CGG AAA AAC CAG AAC ATT GGC TAT AAG CTC GGA CAC AGG 
Pro Lys Ala Asn Lys Arg Lys Asn Gin Asn He Gly Tyr Lys Leu Gly His Arg 

825 840 855 870 

AGG GCC CCG TTT GAA AAG ACA AAG CGA CTG ACT GAC TAT GCT CTG ATT TTT GGG 
Arg Ala Pro Phe Glu Lys Arg Lys Arg Leu Ser Asp Tyr Ala Leu He Phe Gly 

885 900 915 

ATC TTT GGA ATT CTT GTT ATG GTG ATA GAG ACC GAG CTC TCT TGG GGT TTG TAC 
Met Phe Gly He Val Val Met Val He Glu Thr Glu Leu Ser Trp Gly Leu Tyr 

$30 945 960 975 

TCA AAG GAC TCC ATG TTT TCG TTG GCC CTG AAA TGC CTT ATC AGT CTG TCC ACC 

Ser Lys Asp Ser Met Phe Ser Leu Ala Leu Lys Cys Leu He Ser Leu Ser Thr 

990 1005 1020 1035 

ATC ATC CTT TTG GGC TTG ATC ATC GCC TAC CAC ACA CGT GAA GCC CAG CTC TTC 
He He Leu Leu Gly Leu He He Ala Tyr His Thr Arg Glu Ala Gin Leu Phe 

1050 1065 1080 

GTG ATC GAC AAT GGC GCG GAT GAC TGG CGG ATA GCC ATG ACC TAC GAG CGC ATC 
Val lie Asp Asn Gly Ala Asp Asp Trp Arg He Ala Met Thr Tyr Glu Arg He 

» 

' 1095 1110 H25 H40 

CTG TAC ATC AGC CTG GAG ATG CTG GTG TGC GCC ATC CAC CCC ATT CCT GGC GAG 
Leu Tyr lie Ser Leu Glu Met Leu Val Cys Ala lie His Pro He Pro Gly Glu 

1155 1170 HB5 

TAC AAG TTC TTC TGG ACG GCT CGC CTG GCC TTC TCC TAC ACA CCC TCC CGG GCG 
Tyr Lys Phe Phe Trp Thr Ala Arg Leu Ala Phe Ser Tyr Thr Pro Ser Arg Ala 
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„„„ 1215 1230 1245 

STgcc gat gtg gac atc atc ctg tct atc ccc aig ttc ctg cgc ctg tag ctg 
Glu Ala A*rp Val Asp He He Leu 5er He Pro Met Phe Leu Arg Leu Tyr Leu 

1260 1275 1290 1305 

ATC GCC CGA GTC AIG CTG CTG CAC AGC AAG CTC TTC ACC GAT GCC TCG TCC CGC 
ill Sa Ax, v ai Met Leu Leu His Sex Lys Leu Phe Thr Asp Ala Sex Sex Arg 

1320 1335 "SO 

AGC ATC GGG GCC CTC AAC AAG ATC AAC TTC AAC ACC CGC TTI GTC ATG AAG ACG 
S He !S Sa Leu Aan Lye lie Aan Phe Asn Tax Arg Phe Val Met Lys Thx 

1365 1380 1395 1410 

CTC ATG ACC ATC TGC CCT GGC ACT GTG CTG CTC GTG TTC AGC ATC TCT CTG TGG 
C Z Zl tS lie Cys Pxo Gly Thx Val Leu Leu Val Phe Ser He Sex Leu Txp 

1425 l* dtJ 1455 

ATC ATT CCT GCC TGG ACC GTC CCT CCC TCT GAA AGG TAC CAT GAC CAG CAG GAC 
So ill £a Ala Txp Thx Val Axg Ala Cys Glu Arg Tyx His Asp Gin Gin Asp 

.... 14 8 5 1500 1515 

OTA ACT ACT AAC TTT CTG CCT GCC ATG TGG CTC ATC ICC ATC ACA TTC CTT TCC 

Val £ r Ser Aan Phe Leu Cly Ala Met Txp Leu He Ser He Thr Phe Leu Sex 

1530 154S 1560 1S75 

ATT GGT TAT GGG GAC ATG GTG CCC CAC ACA TAC TCT CCC AAA CGT CTC TGT CTC 
£ Sy Tyx Ty S P Met Val Pxo His Thr Tyr Cyn Gly Lys Gly Val Cys Leu 

1590 1605 I 62 © 

CTC ACT GGC ATC ATG GGT GCA GGC TGC ACT GCC CTT GTG GTG GCC GTG GTG GCC 
2u tS Sy lie Met Gly Ala Gly Cys Thr Ala Leu Val Val Ala Val Val Ala 

im 1650 1665 1680 

CGA AAG CTG GAA CTC ACC AAA GCG GAG AAG CAC GTT CAT AAC TTC ATG ATG GAC 
Arg Lys Leu Glu Leu Thx Lys Ala Glu Lys His Val His Aan Phe Met Met Asp 

1695 1710 l" 725 

ACT CAG CTC ACC AAG CGG ATC AAG AAT GCT GCA GCC AAT GTC CTT CGG GAA ACA 
Sn Su tS Lys Axg He Lys Asn Ala Ala Ala Asn Val Leu Axg Glu Thx 

1755 1770 l" 785 

TGG TTA ATC TAT AAA CAC ACA AAG CTG CTA AAG AAG ATT GAC CAT GCC AAA GTG 
Txp Leu He Tyx Lys His Thr Lys Leu Leu Lys Lys lie Asp Has Ala Lys Val 

___ 0 181S 1830 1845 

AGG AAA CAC CAG AGG AAG TTC CTC CAA GCT ATC CAC CAG TTG AGG AGC GTC AAG 
Axg Lys His Gin Axg Lys Phe Leu Gin Ala He His Gin Leu Axg Ser Val Lys 

1860 1875 1890 

ATG GAA CAG AGG AAG CTG AGT GAC CAA GCC AAC ACT CTG GTG GAC CTT TCC AAG 
£t ctu Gin Arg Lys Leu Ser Asp Gin Ala Asn Thx Leu Val Asp Leu Ser Lys 
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1905 "20 1935 1950 „ 

ATG CAG AM GTC ATG TAT GAC TTA ATC ACA GAA CTC AAI GAC CGG AGC GAA GAC 
Hat Gin Aan Val Met Tyr Asp Leu He Thr Glu Leu Asn Asp Arg Ser Glu Asp 

1965 1980 l" 5 

CTG GAG AAG CAG ATT GGC AGC CTG GAG TCG AAG CTG GAG CAT CTC ACC GCC AGC 
Zl Lya Cln lie Gly tac I« Glu Ser Lys Leu Glu Hxs Leu Thr Aln Ser 

2025 2040 2055 

TTC°AAC TCC CTG CCS CTG CTC ATC GCC GAC ACC CTG CGC CAG CAG CAG CAG CAG 
HI Lr L.U Pro L e u Leu He Ala Asp Thr Leu Arg Gin Gin Gin Gin Gin 

2070 2085 2100 2115 

CTC CTG TCT GCC ATC ATC GAC GCC CGG GGT GTC AGC GTG CCA CTG GCC ACC ACC 
Zl X Ser Ala lie He Glu Ala Arg Gly Val Ser Val Ala Val Gly Thr Thr 

2130 2145 2160 

CAC ACC CCA ATC TCC GAT AGC CCC ATT GGG GTC AGC TCC ACC TCC TTC CCC ACC 
T* Tnr Pro II* Ser Asp Ser Pro II* Gly Val Ser S«r Thr Ser Phe Pro Thr 

21 , S 2190 2205 2220 

CCG TAC ACA AGT TCA AGC ACT TGC TAA ATA AAT CTC CCC ACT CCA GAA CCA TTA 
Pro Tyr Thr Ser Ser Ser Ser Cys + 



2235 
AAA AAA AAA AAA 



FIGURE 6 



Alignment of cDNA and Genomic sequence of hKCa3 
showing intron/exon boundary 



hKCa3f .seq 
B1-1395.SEQ 



hKCa32f .seq 
Bl-1395. SEQ 



1140 1150 1160 1170 1180 1190 

ACTGAGTGACTATGCTCTGATTTTTGGGATGTTTGGAATTGTTGTTATGGTGATAGAGA 
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ACTGAGTGACTATGCTCTGATTTTTGGGATGTTTGGAATTGTTGTTATGGTGATAGAGA 

1200 1210 1220 1230 1240 1250 

CCGAGCTCTCTTGGGGTTTGTACTCAAAGGACTCCATGTTTTCGTTGGCCCTGAAATGCC 

I | I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CCGAGCTCTCTTGGGGTTTGTACTCAAAGGTAGGGGCTGTGGTTTCTCTTTATACCTTGA 

f begin Intxon 1 



Bl-1395 . SEQ ACAAAAGGAATATGTAGGTAGCAAGAGAGGGATTGAGAGAGGGGGATATTGAGAGAGAGA 
Bl-1395 - SEQ GAGAGAGAGAGAGAGAGAGATTGAGAGATTGGGAGGGAGACTGGGAGAGAGAGGTGGTGG 
Bl-1395 - SEQ TGGTGGTGAGAGGCGCTTGCTCAGTTATAT 
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Genomic map of hKCa3, first exon 
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FIGURE 8 



5' Flanking/Untranslated sequence of hKCa3/KCNN3 



CCC TTG AAC ACG AGG CGT TAG ACA CTC CAG TCC ATG 36 

GTA GGT TAG TTT TTA TCC NCC GGG GTG TTA GAA ACG 72 

TGG GNA TCC CCC CCT GGT TCT GTG ACC TTT GAC GTT 108 

GTT ACT CAA CAC CTT TTA AGC ATC AGG CTT TGT AAA 144 

TTG AGA CCA TAC TGG CCC ACC TCC TTG GGT GTT TGA 180 

AGA CTG TAT CCG GAT AAT ATA TGT GAA ACN ACC TAT 216 

CGT AAA CCC TGG TGG TTA ATA AAT GTT. TGC CTT CCC 252 

CTC CGT CTG CCC CCT TCA TCC AGG GTG CAC ACC TCC 288 

CCT CCT TCG GAG GCC CTC TGT CCC TCC TCC CCA TCG 324 

CCC AGC GTG AGC GAA CAT CCC TTA TCG CCG TGG GCT 360 

TAA GGG TTG TGG CCA TAC CTG TCA GAG GAA AGA GGA 396 

CAG CGG CTC AGC TCC GGG GTG GGG GAG CAA AAA CTA 432 

CAG TTC CCA GTC CTC GCT GCG CCG CCA CTG GGG CCG 468 

GAG CCC AGG ACG CCA GGC CCC TCC TCT GGG GAG GAG 504 

CCT ATG CGG GGG GCG GAG CTA GGA GGA GGT TGG AGA 540 

GTT AAG CCA AGC CAA TGA GAC CAG CTG CTA ATA AGT 57 6 

GGG CTT GGC TTA CAA TGT AAC AGT GGC AGG AGG AGG 612 

CGA GCG AAG CTA TTG AGC CAG CGA GGA GTG AAG TGA 64 8 

GCC TGC CCT CAC ACG CTC CTA GAG GAC CAC 68 4 

Itart of overlap with HSKCa3 cDNA sequence 



